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Abstract: The initiator element is a core promoter element encompassing the transcription start site,
which is found in yeast, Drosophila, and human promoters. This element is observed in TATA-less
promoters. Several studies have defined transcription factor requirements and additional cofactors
that are needed for transcription initiation of initiator-containing promoters. However, those studies
have been performed with additional core promoters in addition to the initiator. In this work, we
have defined the pathway of preinitiation complex formation on the fission yeast nmt1 gene promoter,
which contains a functional initiator with striking similarity to the initiator of the human dihydrofolate
reductase (hDHFR) gene and to the factor requirement for transcription initiation of the nmt1 gene
promoter. The results show that the nmtl gene promoter possesses an initiator encompassing the
transcription start site, and several conserved base positions are required for initiator function. A
preinitiation complex formation on the nmtl initiator can be started by TBP/TFIIA or TBP/TFIIB,
but not TBP alone, and afterwards follows the same pathway as preinitiation complex formation
on TATA-containing promoters. Transcription initiation is dependent on the general transcription
factors TBP, TFIIB, TFIIE, TFIIF, TFIIH, RNA polymerase II, Mediator, and a cofactor identified as
transcription cofactor for initiator function (TCIF), which is a high-molecular-weight protein complex

of around 500 kDa. However, the TAF subunits of TFIID were not required for the nmt1 initiator
transcription, as far as we tested. We also demonstrate that other initiators of the nmtl/hDHFR
family can be transcribed in fission yeast whole-cell extracts.

Keywords: initiator; transcription; general transcription factors (GTFs); RNA polymerase II;
Schizosaccharomyces pombe

1. Introduction

RNA polymerase II (RNAPII) is a multimeric enzyme that transcribes protein-coding
genes, microRNAs, long non-coding RNAs, and small nuclear RNAs. Despite being a
multimeric enzyme, RNAPII is unable to recognize gene promoters and start transcription
initiation in the absence of additional factors. These set of additional factors are called
general transcription factors (GTFs), and include TFIIA, TFIIB, TFIID (TBP + TAFs), TFIIE,
TFIIF, and TFIIH, defined as the minimal set of GTFs required to in vitro transcribe a
gene containing the TATA box promoter element. The GTFs are required for transcription
of most, if not all, the genes transcribed by RNAPII, and they are evolutionarily well
conserved from yeast to humans. On the other hand, RNAPII needs promoter elements
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for accurate start site selection and transcription initiation [1,2]. RNAPII promoters are
composed of multiple elements, known as the core promoter elements (CPE), which are
necessary for start site selection and preinitiation complex (PIC) formation [1,2]. The most
important CPEs in metazoan cells include: the TATA box, the B recognition element (BRE),
the downstream promoter element (DPE), the initiator (Inr), the motif ten element (MTE),
the downstream core element (DCE), the TCT motif, the X core promoter elements 1 and 2
(XCPE1/XCPE2), and the homology D box (HomolD box) [3-5]. The CPEs that can direct
transcription initiation in fission yeast are: the TATA box, the Inr element, the TCT motif,
the XCPE1/XCPE2 elements, and the HomolD box. The BRE, DPE, MTE, and DCE cannot
direct transcription initiation alone; however, most of them are found associated with the
TATA box or the Inr elements, and serve as regulatory elements.

The Inr is a CPE that was discovered in an analysis of the gene promoter of lymphocyte-
specific terminal transferase (TdT) [6]. This CPE is analogous in function to the TATA box,
since it can direct transcription initiation; however, it is usually located between —3 and
+5 relative to the transcription start site (TSS), where +1 is the TSS. The mechanisms
that govern PIC formation in TATA-less promoters are still unknown, particularly in Inr-
containing promoters, although a great amount of information has been obtained from
mutational analysis on the Inr [7,8]. The protein factor(s) that specifically recognize the
Inr are not known yet, although is believed that TAFs of the transcription factor TFIID
are able to recognize the Inr in order to start the assembly of a PIC competent to start
transcription [9-11]. An in vitro transcription assay with pure RNAPII and recombinant
GTFs has not yet been set up, neither has stable binding using electrophoretic mobility
shift assays (EMSA) been obtained using the Inr element, purified recombinant GTFs,
and RNAPIIL. Moreover, the consensus sequence of the human Inr is still a matter of
controversy [12]. By using mutational analysis, the consensus sequence for the human
Inr was defined as YYA + INWYY (-2 to +5), where Y =C/T, W=A/T, N=A/C/G/T,
and A + 1 is the initiation site [7,8]. However, later use of genome-wide mapping via cap
analysis gene expression (5'CAGE) led to a very short Inr consensus sequence, YR (—1 to
+1), where R = A/G and A + 1 is the initiation site [13]. Recently, a more accurate analysis
has led to the Inr consensus sequence of BBCA + 1BW (-3 to +3), where B = C/G/T,
W =A/T, and A + 1 is the initiation site [14]. This consensus sequence resembles the Inr
consensus sequence defined by mutational analysis.

In the fission yeast Schizosaccharomyces pombe, DeepCAGE analysis has also been
performed to find CPEs, which are present in gene promoters [15]. It was found that
canonical TATA boxes were centred around —28 to —30, and an Inr consensus sequence
around the TSS, which had thesequence PyPyPu + 1IN(A/C)(A/C), where Py = A/G,
Pu=C/T,N=A/C/G/T, and the initiation site was Pu + 1 [15]. This sequence is much
closer to the human Inr consensus sequence than to the S. cerevisiae Inr.

The nmtl gene in S. pombe is highly transcribed and completely repressed by thi-
amine [16]. It possesses a canonical TATA box located at —25 to —30 base pairs upstream of
the TSS; however, deletion of the TATA box does not abolish transcription, it only produces
a small diminution of transcription [17]. The TSS is not altered when the TATA box is
mutated or deleted [17,18], and a comparison of the region surrounding the nmtl gene
TSS revealed that this region might contain a functional Inr (ATCA + 1ATTG). We thought
that the transcription initiation region of the nmtl gene might contain a functional Inr,
since it matches the mutated human Inr consensus sequence YYA + INWYN. By using
a series of point mutations in the nmtl-transcription initiation region, we demonstrated
that this region contains a functional Inr, which is required to direct PIC formation and
drive transcription initiation. We also demonstrated that the first step of PIC formation is
the binding of TBP/TFIIA or TBP/TFIIB to the nmt1 Inr, followed by the recruitment of
the TFIIF/RNAPII complex. Following these initial steps is the recruitment of the rest of
the GTFs; however, the PIC is not competent for transcription initiation, and additional
protein factors present in crude whole-cell extracts are needed to enable transcription. We
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were able to extend these observations to other nmtl Inr-related gene promoters, which
contained a similar Inr at the transcription initiation region.

2. Materials and Methods
2.1. Purification of GTFs, PC4, RNAPII and Mediator

Recombinant GTFs (TFIIA, TBP, TFIIB, TFIIE, TFIIF, and PC4) were expressed and
purified as described in earlier studies [19,20]. TFIIH was purified from whole-cell extracts
(WCE) from a TAP-tagged p62 subunit (Tfb1) strain by incubating cell extracts with IgG-
Sepharose beads, with subsequent washing and eluting with TEV protease. RNAPII
core enzyme was purified from a wild-type strain using conventional chromatography
as described previously [19,20]. Mediator was purified from WCE from a fission yeast
TAP-tagged Med? strain by incubating cell extracts with IgG-Sepharose resin, then washing
and eluting the bound complex by treatment with TEV protease [19,20].

2.2. Mediator and TAF Depletion

Mediator was depleted from a WCE of a TAP-tagged Med?7 strain, by adjusting the
WCE at 0.5 M potassium acetate and incubating two volumes of settled IgG-Sepharose with
one volume of WCE. The mix was incubated by rocking for 30 min at room temperature,
and then for 2 h at 4 °C. The mix was centrifugated and the supernatant used as depleted
WCE (WCED). TAFs were depleted using a similar approach, except they were incubated
with a column that contained 1 mg/mL of rabbit anti-TAF1 crosslinked to CNBr-activated
Sepharose.

2.3. Electrophoretic Mobility Shift Assays

EMSA assays were performed as described previously [19]. Each binding reaction
contained the following binding mix: 20 mM HEPES (pH 7.9), 50 mM KCl, 5 mM MgCl2,
0.1 mM EDTA, 5% glycerol, 0.5% PEG 8000 (Sigma-Aldrich, St. Louis, MO, USA), 2 mM
DTT, 0.1 mM PMSE, 50 ng BSA, and 50 ng of poly(dI-dC) or poly(dG-dC). Recombinant
and purified GTF and RNAPII were used in the assays. Proteins were incubated with
binding mix for 5 min at 25 °C. Next, 5-10 ng of Inr-containing probe labeled with 32y ATP
was added to the assays, and the reaction mixes were incubated for 15 min at 30 °C.
Inr-containing probe with single mutations was evaluated in the same manner as the
wild-type probe. The DNA-protein complexes were evaluated in 5% acrylamide gels
containing 10% glycerol, and run at 100 V at 4 °C for 2 h in 50 mM Tris-borate (pH 8.3)
buffer. EMSA gels were prerun at 4 °C for 1 h. Detection of the complexes was performed
using autoradiography analysis.

2.4. In Vitro Transcription Assays

In vitro transcription was performed as described previously [19,20] using 100 ng of
nmtl gene promoter containing a TATA box (wt TATA Inr) or Inr (wt Inr) template DNA.
In some assays, several Inr-containing templates with single mutations were evaluated.
These constructs were made using gene synthesis at Genscript, Inc (Piscataway, NJ, USA).
Each wild-type or mutated synthetic promoter fused to a 360 bp G-less cassette was
synthetized, with an EcoRI restriction site at the 5’ end and a BamHI site at the 3’ end,
then digested and ligated into the EcoRI and BamHI sites of pUC58 vector. Three clones
for each construct were analyzed and sequenced at Genscript. The plasmid DNA used
for transcription reactions was purified using the E.Z.N.A. Plasmid Midi Kit according to
manufacturer instructions (Omega Bio-tek, Norcross, GA, USA). The promoters fused to
the G-minus cassette upon digestion of the transcripts by RNase T1, producing a transcript
of 370 nucleotides. Reactions were performed with 5 uL of WCE (10 mg/mL) or WCED
(Mediator-depleted extract). In some assays, x-amanitin was added in concentrations of 0.5,
1,2, 4, and 8 pg/mL. Transcript detection was performed using autoradiography analysis
on an X-ray film.
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2.5. Purification of TICF

TICF was purified from wild-type fission yeast whole-cell extracts. Extracts were frac-
tionated on a phosphocellulose (Whatman P11) column equilibrated in buffer A (25 mM
HEPES pH 7.9, 50 mM KCl, 0.1 mM EDTA, 2.5 mM DTT, 10% glycerol, 0.1 mM PMSE).
After loading, the column was washed with buffer A and sequentially eluted with 0.3, 0.5,
and 1.0 M of KCl in buffer A. The fraction containing the transcription complementing
activity (0.5 M) was dialysed against buffer A and loaded onto a heparin-agarose column
and eluted as described for the P11 column. The fraction that contained the transcription
complementing activity (0.5 M) was dialysed against 25 mM potassium phosphate buffer
pH7.9,2.5mM DTT, 10% glycerol, and 0.1 mM PMSF and loaded onto a hydroxyapatite col-
umn equilibrated in dialysis buffer. The column was washed and eluted with a potassium
phosphate gradient (50-400 mM), and the transcription complementing activity eluted
as a single peak at 100 mM phosphate, and separated from RNAPII and transcription
factors. Subsequently, the fractions containing activity were pooled and dialysed against
buffer A and loaded onto a Q-Sepharose column, washed and eluted with a gradient of
KCI (50400 mM) and the transcription complementing activity eluted as a single peak at
150 mM KCl. Active fractions were pooled and concentrated against buffer A containing
55% glycerol and loaded onto a AcA22 gel filtration column, then separated in buffer A
containing 1 M KCl. The activity eluted as a single peak at approximately 500 kDa MW,
and was devoid of GTFs, TAFs, Mediator, and CK2, as determined by Western blot analysis.
These active fractions were stored at —80 °C and used in transcription assays.

3. Results
3.1. The Transcription Start Point of the Nmtl Promoter Has Homology to the Human
Dihydrofolate Reductase Inr

The nmtl1 gene promoter of S. pombe has been described elsewhere [16-18]. This gene
promoter contains a classical TATA box, located at —25 from the TSS; however, it has been
observed that mutation or deletion of this CPE does not abolish in vivo transcription and
the TSS remains unchanged. Deletion of the TATA box causes a decrease in transcription,
indicating that sequences around the TSS should be able to direct transcription initiation.
Careful examination of the nmtl TSS region revealed that there is a region around the TSS
with striking homology to the human dihydrofolate reductase (hDHFR) core promoter,
which is well characterized and a model upon which to study transcription from TATA-
less promoters [19,20]. Moreover, a search for S. pombe in the new Eukaryotic Promoter
Database (EPD) indicates that several TATA-less promoters contain a highly similar se-
quence, which we identify as the nmtl/hDHER Inr family (Figure 1A and for a complete
list see Supplementary Table S1). Several positions are conserved, such as —1 (C), +1 (A),
+2 (A), and +4 (T), which are most likely important for Inr function (see below). A search
for promoters in S. pombe from the EPD (selecting from —30 to +20), with the consensus
sequence TTCAACTT, produces a strong peak around the TSS, indicating that the sequence
is highly represented in the EPD (Figure 1B).

3.2. A TATA Box Mutated Nmtl Promoter Is Transcriptionally Active in S. pombe
Whole-Cell Extracts

To investigate whether the nmtl promoter contains a functional Inr around the TSS,
a fragment containing the wild-type promoter from —40 to +6 was fused to the G-less
cassette (G +5 was changed to C) and in vitro transcribed in fission yeast whole-cell extracts
(WCE). The results obtained were compared with a similar template, in which a TATA
box mutated nmtl promoter (from —20 to +6) was used. The results of these experiments
show that there was a concentration dependence of «-Amanitin on transcription inhibition
of the evaluated promoters. In the case of wild-type TATA-containing promoter, this
promoter was transcribed in WCE and inhibited by 4 ng/mL a-Amanitin, indicating
that transcription is carried out by RNAPII (Figure 2). Likewise, the TATA-lacking nmt1
promoter was transcribed in the WCE and the transcription was carried out by RNAPII
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(Figure 2), which is sensitive to 2 ug/mL of a-Amanitin, indicating that sequences around
the TSS contain a functional Inr that can direct transcription initiation. It should be noted
that the TATA-lacking nmt1 promoter was more sensitive to x-Amanitin than the TATA-
containing promoter, probably due to the fact that the TATA-lacking promoter is weaker
than the wild-type TATA-containing promoter. Nevertheless, both promoters were sensitive
to a-Amanitin, indicating that they were transcribed by RNAPII.

m -
clustalw.aln
CLUSTAL 2.1 multiple sequence alignment <t - o

+1
nmtl ATCAATTGA.
FP000463 TAACGTTTGATATGAAGTTGATCGTTATTTCATTTA-CTTCAAATGAATAAC-
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Figure 1. Fission yeast TATA-less promoters contain a highly conserved sequence around the TSS.
(A) Several fission yeast TATA-less promoters (obtained from the EPD) were aligned with the nmt1
Inr and the human DHER Inr. The conserved sequence (TTCA + 1ACTT), that represents the Inr, is
highlighted in red. The alignment was performed with the ClustalW program (https://www.genome.
jp/tools-bin/clustalw, accessed on 23 April 2021). (B) Distribution of the TTCAACTT sequence
in S. pombe (obtained from the EPD). It can be observed that the exact match to this sequence is
contained in approximately 4% of the fission yeast promoters described in S. pombe in the EPD
(https:/ /epd.epfl.ch, accessed on 12 June 2021).

3.3. Mutations around the TSS of nmt1 Promoter Can Impair Transcriptional Initiation

To define the necessary region for nmtl promoter transcription initiation, we mutated
the region surrounding +1, including the +1 transcription start site. Mutations were
performed according to the conserved positions in the nmtl Inr family. The constructs
carrying the mutant promoters were transcribed in vitro in S. pombe WCE. The results
obtained from these experiments are shown in Figure 3. Single point mutations in the
conserved bases in the TSS almost completely abolished transcription, indicating that this
region is responsible for directing transcription initiation from the nmtl TATA-lacking
promoter (Figure 3, positions +1 and +2). Point mutations in conserved positions outside
of +1 also had a strong effect (Figure 3, positions —1 and +4), suggesting that they are
important for nmt1 Inr function. Point mutations in positions —2 and +3 did not seem to
completely abolish transcription initiation from the nmt1 Inr, indicating that some variation
could occur in these positions, or that pyrimidines were changed to other pyrimidines, a
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difference from positions +1 and +2, or purines were changed to pyrimidines, in an effort
to change and inactivate the Inr consensus sequence.

A

120+
Wt TATA/
wt TATAIInr whr i
a-Amanitin (ug/mL) a-Amanitin (ugimL) X 100+
00512438 0051248 E
' o 80
-
c
0 60
=
2
4 G 40-
S e
RS g
204
0-

0 05 1 2 4 8
o.-Amanitin Concentration (ug/mL)

Figure 2. The nmt1 Inr is transcribed by RNAPII in WCE. (A) The nmt1 gene promoter containing
a TATA box and an Inr is transcribed in WCE, and the transcription is inhibited by «-Amanitin.
Concentrations of 0.5, 1.0, 2.0, 4.0, and 8.0 ug/mL were used to inhibit the transcription of the
TATA box Inr-containing nmtl promoter (wt TATA Inr). It can be observed that concentrations
over 4.0 ug/mL of a-Amanitin completely inhibited the transcription of the wild-type TATA box
Inr-containing promoter. On the other hand, concentrations of 2.0, 4.0, and 8.0 ug/mL of o-Amanitin
completely inhibited transcription of the nmt1 Inr-containing promoter (wt Inr). Quantification of
the experiments (1 = 3) are shown in (B). The intensity of each transcription product was quantified
using Image J software. Total pixels of each transcription product were measured and expressed as
percentage related to the experiment without the addition of x-Amanitin, which was considered as
100% transcription.

C G TOC A C
wtwt—2 — +1 +2 wt wt +3 +4

Figure 3. Mutations in conserved positions impairs transcription initiation. Those conserved positions
were changed to bases, as indicated at the top of the figure. It can be observed that mutations on
conserved positions at —1, +1, +2, and +4 impair transcription initiation of the nmt1 Inr-containing
promoter (indicated as wt).
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Taken together, these results indicate that the nmtl promoter possesses a bona fide Inr
around the TSS, which can direct transcription initiation in the absence of a TATA-box, as
has been observed under in vivo conditions [17,18].

3.4. Nmtl Inr-Directed Transcription Initiation Is Mediator-Dependent but Is TAF-Independent

We performed these experiments using TAFs and Mediator-depleted S. pombe WCE
(WCED). TAFs were depleted using anti-TAF1 antibodies crosslinked to Sepharose beads,
and Mediator was depleted from a TAP-tagged Med?7 strain using IgG Sepharose beads.
TAF-depletion did not affect the transcription from the nmt1 TATA-lacking Inr-containing
promoter (Figure 4A). However, depletion of Mediator completely abolished transcrip-
tion from the same promoter (Figure 4A). Transcription initiation can be restored by the
replacement of the protein fraction eluted from the IgG Sepharose column, but not from
the protein fraction eluted from the anti-TAF1 column. Neither a combination of GTFs plus
PC4, or GTFs plus PC4 plus RNAPII, could restore transcription, indicating that these com-
binations of factors and RNAPII cannot replace Med function (Figure 4A). A crude fraction
(0.5 M P11) from WCE, which was fractioned via phosphocellulose chromatography and
contained GTFs, PC4, Med, and RNAPII, could restore transcription of the nmtl promoter
in the WCED. Western blot analysis indicated that most of the Med complex was depleted
from the WCE by the IgG Sepharose column (panel Med17, Figure 4B), and most of the
TAF1 and TAF5 polypeptides were depleted using anti-TAF1 chromatography (panel TAF1
and TAF5, Figure 4B). Neither the IgG Sepharose column or the anti-TAF1 column could
deplete TAF or Mediator complexes, respectively, since TAF5 was present in the WCED
via IgG Sepharose beads, and Med17 was present in the WCED via anti-TAF1 Sepharose
beads (Figure 4B). However, we cannot rule out that other TAF-containing complexes
were still present in the anti-TAF1 depleted WCE, since a high amount of TBP was still
present in the depleted extract (panel TBP, Figure 4B). On the other hand, most of the Med
complex can be removed using the depletion procedure, as the Med17 polypeptide can
be completely removed via chromatography on IgG Sepharose beads. RNAPII and other
tested GTFs were not significantly depleted by either IgG Sepharose or anti-TAF1 Sepharose
beads (Figure 4B). We can conclude that a TAF1-containing complex is not necessary for
transcription directed by the nmtl TATA-lacking Inr-containing promoter; however, the
Med complex is required to support in vitro transcription from this promoter.

3.5. A Dimeric Complex between TFIIA-TFIIB or TBP-TFIIB Recognizes the Nmtl Inr

To investigate whether the basal transcription machinery itself is able to recognize the
nmtl Inr, we used a gel retardation assay set up with 5 ng of fission yeast TBP and increasing
amounts of recombinant fission yeast TFIIA or TFIIB (Figure 5A), since those factors bind
in the first step of PIC formation on TATA-containing promoters. The results shown in
Figure 5A indicate that TBP alone cannot securely bind to the nmt1 Inr; however, both TFIIA
or TFIIB can induce the stable binding of TBP to the Inr element. A combination of TFIIA
and TFIIB did not form a stable complex on the nmt1 Inr (Figure 5A), indicating that TBP is
the key transcription factor able to bind the nmt1 Inr and start PIC complex formation. The
binding of these factors to the nmt1 Inr is specific, since a mutated Inr (at +1 or +2), which
cannot drive transcription initiation, is unable to form a PIC (Figure 5B). Furthermore,
point mutations in —1 or +4 can abolish PIC formation; however, a point mutation in +3
(Figure 5B), which reduces transcription initiation, does not interfere with PIC complex
formation, indicating that this mutation might be able to interfere with a downstream
step of the Inr-TBP-IIB complex formation. Once TBP-TFIIB are bound to the promoters a
conventional PIC formation follows, succeeded by the binding of RNAPII-TFIIF and TFIIE
(and TFIIH) recruitment into the PIC (Figure 5C).
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Figure 4. Mediator depletion inhibits nmt1 Inr transcription. (A) Mediator was depleted from a WCE
from a TAP-tagged Med?7 strain using IgG-Sepharose beads, and transcription was recovered by
replacing different combinations of factors. The WCE from the same TAP-tagged strain was depleted
of TAFs using anti-TAF1 antibodies crosslinked to Sepharose beads. It is observed that Mediator
depletion completely abolishes transcription of the nmtl Inr (WCED), and is recovered by replacing
an eluate from the IgG-Sepharose beads (WCED + IgG Seph. Elution), with a crude fraction from
a P11 chromatographic fraction of WCE (WCED + 0.5 M P11), or with the same fraction plus the
elution of the IgG-Sepharose column (WCED + IgG Seph + 0.5 M P11). TFIIB, TBP, RNAPII, or TFIIF
cannot complement for the activity eluted from the IgG-Sepharose beads. Importantly, TAF-depletion
has no effect on nmt1 Inr transcription (WCE TAP + «TAF1) and an eluate from the anti-TAF1 beads
cannot complement Mediator depletion (WCED + TAF1). (B) Western blot analysis with different
antibodies was used to test the extension of the depletion of the WCED. It is observed that Mediator
was completely depleted (Med17 panel) by IgG Sepharose beads, and TAFs are depleted by anti-TAF1
Sepharose beads (TAF5 panel). Depletion of Mediator does not affect the levels of TAFs, and depletion
of TAFs does not affect Mediator levels. Levels of RNAPII and other transcription factors are not
affected by either Mediator- or TAF-depletion.

3.6. In Vitro Transcription Reconstitution from the Nmtl Inr Promoter

We sought to investigate the necessary factors for Inr-dependent transcription using
a reconstituted transcription system with purified RNAPII, TFIIH, Med complex, and
recombinant TFIIA, TBP, TFIIB, TFIIE, TFIIF, and PC4 (Figure 6A and Figure S1). However,
although nmt1 Inr promoter can form a PIC, this is not competent for transcription initiation
(Figures 5 and 6A), whereas the TATA box of the Ad-MLP promoter is able to form a PIC
with the RNAPII and GTFs and is fully competent to initiate transcription.

Complementing activities that can reconstitute Inr transcription were found in WCEs
in the 0.5 M KCl chromatographic fraction of a phosphocellulose column (Figure 6A,B).
We further fractionated the activity on heparin-agarose, Q-Sepharose, and hydroxyapatite,
and assayed their activity using transcription assays (Figure 6C). Transcriptionally active
fractions from the hydroxyapatite column were pooled and fractionated onto a AcAy; gel
filtration column in high-salt buffer. The activity elutes in a single peak of 500 kDa MW,
indicating that it is a complex composed of several subunits (Figure 6C). Western blot
analysis indicated that the high MW fraction is devoid of RNAPII, Med subunits, TAF1-like
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complex, TBP, CK2, and GTFs; however, it still contained several proteins, and we have not
yet been able to identify the polypeptides (data not shown). We speculate that this high
MW fraction is composed of transcriptional coactivators, which can interact with GTFs,
RNAPII, or Med subunits. We refer to this fraction as TCIF (transcriptional cofactor of Inr
function), and believe it is required to reconstitute the transcription activity from the nmt1
Inr, together with the GTFs, RNAPII, Mediator, and PC4 (Figure 6D). PC4 was required in
this assay, since in its absence no transcript was obtained (Figure 6D, lane -PC4 + TCIF).

A B

TBP+TFIIA_TBP+TFIIB

|TFIB+TFIIA

Complex
P +—Complex

Free Probe
Free Probe

NIF+IIH

NIFNIE

NIF1X
NIF2X
TBP+RNAPII/IIF/IIE

z
5
w
[
=
o
<
z
x
¥
a
7
o
o
=

TBP+
TBP+
TBP+
TBP+
TBP+
TBP+

Free Probe

Figure 5. TBP binds to the nmt1 Inr in a complex, either with TFIIA or TFIIB. (A) TFIIA /TFIIB added
together to a binding assay with a labeled probe containing the wild-type nmtl Inr do not produce
a detectable complex; however, when TFIIA or TFIIB are added together with TBP, complexes are
obtained, indicating that TBP binds to the Inr in the presence of these factors. (B) Mutants of the
nmt1 Inr, which are impaired in transcription, cannot form a TFIIB-TBP complex, indicating that
these conserved positions are required for TFIIB-TBP complex formation. (C) Preinitiation complex
formation on the nmt1 Inr follows a similar pathway as TATA box-containing promoters. It can be
observed that TFIIB-TBP does not form a new complex with RNAPII in the absence of TFIIF; however,
when RNAPII + TFIIF (RNAPIIIIF) are added, a new complex is formed that migrates slower than the
TFIIB-TBP complex. Adding TFIIH to this complex does not produce any change in its mobility or
amount; however, when TFIIE is added, the intensity of the complex augments, indicating that TFIIE
was incorporated. A similar process occurs when TFIIH is added to the TFIIB-TBP-RNAPII-TFIIF-
TFIIE complex. In the absence of TFIIB, RNAPII + TFIIF is not recruited into the complex, indicating
that TFIIB makes a bridge between TBP and RNAPII + TFIIE. Figure 5C was constructed from two
panels from the same Western blot.
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Figure 6. Nmt1 Inr transcription can be reconstituted with GTFs, RNAPII, Mediator, PC4, and a crude
fraction from the 0.5 M P11 chromatographic column. A transcription assay for the nmt1 Inr was set
up with GTFs, RNAPII, Mediator, and PC4; however, this purified system was not able to transcribe
the nmtl promoter. Addition of a crude chromatographic fraction from a P11 column (0.5 M P11) can
support transcription in this assay. Addition of other chromatographic fractions from the P11 column
(0.1 M and 0.3 M P11) do not support transcription from this promoter. (A) Omission of Mediator
from the assay slightly diminishes transcription. (B) Chromatographic scheme of purification of TICF
through several steps. The activity was followed by transcription assays set up with the nmt1 Inr
template, GTFs, RNAPII, Mediator, and PC4. (C) Transcription assay and estimation of the molecular
weight of TICF by gel filtration (AcA22 column). The molecular weight of TICF is near 500 kDa, as
determined in the gel filtration column. (D) The activity of TICF is dependent on PC4. A transcription
assay set up with GTFs, Mediator, and RNAPII can transcribe the nmt1 Inr when TICF and PC4
are added; however, when PC4 is absent from the assay (-PC4 + TICF), transcription no longer
occurs. Consequently, when TCIF is omitted (+PC4-TCIF), transcription does not occur. The crude
chromatographic fraction of 0.5 M P11 can replace TICF and PC4 (+0.5 M P11), however, the 0.3 M
P11 fraction cannot replace the activities (+0.5 M P11). Tx indicates the transcription product.
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3.7. TATA-Lacking Promoters with a Promoter of the nmt1 Inr/hDHFR Family Can Direct
Transcription in Fission Yeast WCE

We sought to investigate whether TATA-lacking promoters of the nmtl/hDHFR Inr
family can also direct transcription in fission yeast WCE. We cloned three additional
promoters (FP000624, FP000463, and FP000396) from —20 to +6, and they were assayed
and compared with nmtl Inr and a mutated nmt1 Inr (+4) in transcription in a WCE. As
expected, those promoters were able to direct transcription initiation in WCE (Figure 7),
although the FP000463 promoter was not as strong as the nmt1 Inr, FP000624, and FP000396
promoters. These results indicate that Inrs of the nmtl/hDHFR family are strong CPEs that
can function in the absence of other upstream or downstream CPEs.

nmtiinr+1mut

FP 463
FP 396
nmt1inr

<
N
©o
o
LL

Tx

Figure 7. Inr of the hDHFR/nmtl family can be transcribed in WCE. Three promoters, namely
FP000624 (FP 624), FP000463 (FP 463), and FP000396) (FP 396) were cloned (from —20 to +10), fused to
the G-less cassette, transcribed in WCE, and compared with the nmt1 Inr +1 mutant (nmtlInr + Imut)
and the wild-type nmtl Inr (nmtlInr). It can be observed that the three promoters can support
transcription initiation in crude extracts. Tx indicates the transcription product.

4. Discussion

In this work, we demonstrate that the nmtl gene possesses an Inr encompassing the
transcription start site. This Inr is capable of directing PIC formation and transcription
initiation. Nmtl Inr-directed transcription requires the GTFs, RNAPII, Med, PC4, and a
high-molecular-weight protein fraction that we termed TICF. We have not yet identified
any polypeptide from TICEF, although we speculate that it contains protein kinases and
transcriptional coactivators. However, we have determined, using Western blot analysis,
that the fraction is free of GTFs, RNAPII, Med, TAF, and protein kinase CK2. It is well
known that in vitro basal transcription from TATA-containing promoters requires RNAPII
and GTFs, including TFIIA, TFIIB, TBP, TFIIE, TFIIF, and TFIIH [21,22], although TFIIH is
not required on supercoiled templates [23,24]. Most of the biochemical studies dissecting
the transcriptional mechanism have been conducted using the Ad-MLP promoter; therefore,
our knowledge of transcriptional initiation is limited, in part because the Ad-MLP promoter
contains a strong TATA box. However, only a minority (<25%) of RNAPII promoters from
the human genome have a TATA box, and approximately 50% contain an Inr consensus
sequence around the TSS [13,14,25]. Recently, it has been found that 40% of the human
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focused RNAPII core promoters contain an Inr motif, which closely matches the BBCABW
consensus sequence [14]. In fission yeast, a recent genome-wide study using the learning
framework DeepCAGE has revealed that only 8% of the RNAPII core promoters contain a
TATA box, whereas almost 90% might contain an Inr-like motif around the TSS [15]. These
observations indicate the need to study the Inr-containing promoters in both human and
fission yeast. However, the GTFs plus RNAPII are unable to direct transcription from
TATA-less promoters.

Despite the current knowledge of the factors required for TATA-box-mediated tran-
scription, the requirement of protein factors for transcription initiation from TATA-lacking
promoters remains poorly defined. Several studies that aimed to identify the minimal com-
ponents used a TATA box in the context of an Inr to identify factors, which, together with
GTFs and RNAPII, could allow Inr activity. Kaufmann et al. identified from HeLa nuclear
extracts a protein fraction known as CIF (cofactor of Inr function), which can stimulate Inr
activity in the presence of GTFs [26,27]. This protein fraction has multiple components, one
of which is TAF2 [26]. Indeed, another related study found that a dimer of TAF1/TAF2 can
recognize the Inr, and mutations within the Inr that impair the binding of TAF1/TAF2 also
impair transcription initiation [28]. In Drosophila, a trimeric TBP/TAF1/TAF2 can support
Inr activity when added in place of TFIID [29]. However, in humans, TFIID that can bind
to the Inr in vitro and support Inr activity lacks a TAF2 homologue [11,30]. In a different
study, Reinberg and colleagues [31] set out to perform an assay using a promoter containing
an upstream Sp1 binding site, the 3-globin Inr, and a DPE element, and found that TAFs,
Mediator, PC4, and protein kinase CK2 are required, in addition to GTFs and RNAPI]I, to es-
tablish transcription from that promoter. To reiterate, the multiple CPEs in these promoters
could impose additional factor requirement for transcription. More recently [32], HMGA1
has been identified as a link between Med and TAFs in an assay dependent on TATA and
Inr core promoter elements. TAFs are required to counterattack the transcriptional negative
effects of Topoisomerase I and NC2 (DR1/DRAP1) [32]. In our fission yeast system, an Inr
is the unique CPE directing transcription initiation, and its transcription requires GTFs,
RNAPII, PC4, Mediator, and TICF; however, transcription is completely TAF-independent.
We speculate that fission yeast Inrs of the nmtl /hDHFR family are stronger CPEs than Inrs
from humans or Drosophila. Indeed, a report from Conaway and colleagues has shown that
the hDHFR promoter (a TATA-less promoter) can direct PIC formation and transcription
initiation in a reconstituted system, and although transcription is highly dependent on
TFIID, TBP can still direct low transcription levels [33]. It is possible that, since TFIID
and TFIIH were purified via conventional chromatography from rat liver extracts, they
could have been contaminated with small amounts of TICF-like activities. Nevertheless, we
believe that the promoter (hDHFR) and the developed transcription system is a good model
for studying the molecular mechanisms governing transcription in TATA-less promoters,
since hDHFR has been extensively studied as a model for TATA-lacking promoters [33,34].

The Inr seems to be a widespread CPE, found in fission yeast, humans, insects, and
many other metazoan organisms [35,36]. Indeed, it has been proposed that the Inr is an
ancient CPE, since it is also found in ancient eukaryotes, such as Trichomonas vaginalis [37].
RNAPII core promoters in T. vaginalis lack a TATA-box; however, they contain an Inr motif
as the sole CPE. This element is bound by IBP39, which is an initiator-binding protein
in Trichomonas [38]. It is believed that IBP39 can nucleate a PIC in Trichomonas, since it
can interact with the CTD of the largest subunit of Trichomonas RNAPII [39]. Indeed, two
reported Inrs from T. vaginalis are strikingly related to the nmt1l/hDHFR Inr family (pol II:
TATCAAAATAAT and TVCA1: TCTCAAATTTT) [35,36]. IBP39 does not display homology
to any other transcription factor in the database and is exclusive of the Trichomonas genus.
Furthermore, two TBPs have been identified, one of which binds to T. vaginalis gene
promoter regions, and the other (TvIBP1) interacts with IBP39, suggesting that they might
be part of a PIC at RNAPII core promoters [40].

From our present study of Inr-directed transcription in fission yeast, it is clear that TAFs
do not play a role in transcription initiation from Inr-containing TATA-lacking promoters
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in S. pombe, although in metazoan TATA-less promoters, such as in humans and insects,
TAFs seem to be essential for transcription initiation [26-30]. This difference could be a
consequence of the Inr promoter strength, since Inrs from fission yeast could be stronger
than metazoan Inrs. On the other hand, Med is required for transcription initiation in crude
extracts [41-43], and for transcription initiation from the Inr-containing promoter in WCE
and reconstituted systems Inr in fission yeast (this work), and this requirement could be
part of the recruitment of GTFs into the PIC and/or the recruitment of TICF.

The mechanism by which RNAPII is recruited into the TATA-less promoter has not yet
been definitively elucidated. Our results support a model in which RNAPII is recruited at
TATA-less promoters through interactions with TFIIB and TFIIF, as well as in the classic PIC
formation on TATA-containing promoters; however, despite the PIC formation containing
TBP-TFIIB-RNAPII/TFIIF-TFIIE-TFIIH, full-length transcripts have not been obtained.
Perhaps that complex can polymerize the first 7-8 nucleotides and then a TICF is necessary
to synthetize a longer RNA chain.

The requirement of PC4 in this in vitro system is not completely understood, although
it acts as a positive cofactor through the Med and TFIIA in fission yeast [20]. PC4 can also
be necessary to counterattack negative cofactors present in WCE and in the TCIF fraction.
The gene encoding PC4 (sub1; SPAC16A10.02) is not essential in fission yeast cells, although
its deletion causes loss of viability in GO phase (Pombase). This suggests that it has an
overlapping function with another gene(s), perhaps with a gene(s) encoding subunits of
the Med complex, TFIIA, or another positive cofactor(s).

In mammals and Drosophila, there are different patterns of transcription initiation,
which are referred to as focused (also known as narrow peak) and dispersed (also known
as broad) [4,13,14]. Focused transcription occurs when transcription initiates from a single
site or from a narrow cluster of initiation sites (five nucleotides or less). On the other hand,
dispersed transcription occurs when there exists multiple transcription start sites, which
can be spread over a region 50-100 nucleotides long [4]. Additionally, some promoters
have a combined pattern of both focused and dispersed transcription initiation [4]. Often,
the focused promoters contain core promoter elements, such as the TATA-box and the Inr
element, and they are associated with regulated genes [4,14]. Dispersed promoters are
associated with CpG-rich regions in mammals [13]. In fission yeast, the promoter archi-
tecture resembles that of mammalian promoters, and in this organism, it is expected that
TATA-Inr and Inr-containing promoters would be mostly focused, in which transcription
initiates from a single site or in a very narrow cluster. Indeed, the nmtl promoter is a
focused promoter, and transcription initiates from a main site (+1) in both TATA /Inr and
Inr-containing promoters [16,18].

In conclusion, we found a promoter element in a subset of fission yeast gene promoters
that is highly homologous to the initiator of the hDHFR promoter. This element is found in
the nmt1 TATA-containing promoter, and it is able, in isolation, to direct complex formation
and transcription initiation in a fission yeast WCE and in a reconstituted system. However,
transcription initiation in the reconstituted system requires, in addition to the GTFs and
RNAPII, PC4, Mediator, and TCIF, indicating that transcription initiation in vitro from
initiator-containing promoters is more complex than transcription of TATA-containing
promoters. Furthermore, a stable PIC on the initiator is formed by the GTFs and RNAPII,
and the first step is the binding of TBP in association with either TFIIA or TFIIB. We did
not find any TAF requirement, either for PIC formation or transcription initiation, which
is different from the results of previous studies on metazoans. Our results suggest that
TATA-containing and Inr-containing promoters use the same universal pathway for the
assembly of the PIC.

Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/genes13020256/s1, Figure S1: Silver stained SDS-PAGE of purified
GTFs and PC4 used in the work. Table S1: Inr-containing promoter sequences identified in the EPD.


https://www.mdpi.com/article/10.3390/genes13020256/s1
https://www.mdpi.com/article/10.3390/genes13020256/s1

Genes 2022, 13, 256 14 of 15

Author Contributions: Conceptualization, E.M. and D.A R.; Formal Analysis, EM., D.A.R,, L.V.-P,
L.L. and VJ.M,; Investigation, EM., D.A.R. and EU.; Data Curation, EM., D.AR., EU. and V.J.M.;
Writing—Original Draft Preparation, E.M. and D.A.R.; Writing—Review & Editing, EM., D.AR,,
FU. LV.-P,LL. and VJ.M,; Visualization, EM., D.AR., EU. and V.J.M.; Supervision, E.M.; Project
Administration, E.M.; Funding Acquisition, E.M. All authors have read and agreed to the published
version of the manuscript.

Funding: This research was funded by Fondo Nacional de Desarrollo Cientifico y Tecnolégico
(FONDECYT), grant number 11191121 to D.A.R. and a Grant from Instituto de Ciencias Biomédicas
(ICBM) to E.M. The APC was funded by FONDECYT, grant number 11191121.

Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.
Data Availability Statement: This study did no report any data.

Acknowledgments: This work was supported by the Fondo Nacional de Desarrollo Cientifico y
Tecnolégico (FONDECYT) Grant #11191121 to D.A.R. and Grant from Instituto de Ciencias Biomédicas
(ICBM) to EM.

Conflicts of Interest: The authors declare that there are no conflict of interest with the contents of
this article.

References

1. Struhl, K. Promoters, activator proteins, and the mechanism of transcriptional initiation in yeast. Cell 1987, 49, 295-297. [CrossRef]

2. Roeder, R.G. The complexities of eukaryotic transcription initiation: Regulation of preinitiation complex assembly. Trends Biochem.
Sci. 1991, 16, 402-408. [CrossRef]

3. Juven-Gershon, T.; Hsu, J.Y.; Theisen, ].W.; Kadonaga, ].T. The RNA polymerase II core promoter—The gateway to transcription.
Curr. Opin. Cell Biol. 2008, 20, 253-259. [CrossRef] [PubMed]

4. Vo Ngoc, L.; Wang, Y.L.; Kassavetis, G.A.; Kadonaga, ].T. The punctilious RNA polymerase II core promoter. Genes Dev. 2017, 31,
1289-1301. [CrossRef]

5. Urbina, F; Morales-Pison, S.; Maldonado, E. Enzymatic Protein Biopolymers as a Tool to Synthetize Eukaryotic Messenger
Ribonucleic Acid (mRNA) with Uses in Vaccination, Immunotherapy and Nanotechnology. Polymers 2020, 12, 1633. [CrossRef]

6. Smale, S.T.; Baltimore, D. The “initiator” as a transcription control element. Cell 1989, 57, 103-113. [CrossRef]

7. Javahery, R.; Khachi, A.; Lo, K.; Zenzie-Gregory, B.; Smale, S.T. DNA sequence requirements for transcriptional initiator activity
in mammalian cells. Mol. Cell Biol. 1994, 14, 116-127. [CrossRef]

8. Smale, S.T. Transcription initiation from TATA-less promoters within eukaryotic protein-coding genes. Biochim. Biophys. Acta
1997, 1351, 73-88. [CrossRef]

9. Kaufmann, J.; Smale, S.T. Direct recognition of initiator elements by a component of the transcription factor IID complex. Genes
Dev. 1994, 8, 821-829. [CrossRef]

10. Purnell, B.A.; Emanuel, P.A.; Gilmour, D.S. TFIID sequence recognition of the initiator and sequences farther downstream in
Drosophila class II genes. Genes Dev. 1994, 8, 830-842. [CrossRef]

11. Martinez, E.; Chiang, C.M.; Ge, H.; Roeder, R.G. TATA-binding protein-associated factor(s) in TFIID function through the initiator
to direct basal transcription from a TATA-less class II promoter. EMBO J. 1994, 13, 3115-3126. [CrossRef] [PubMed]

12.  Kugel, J.E; Goodrich, J.A. Finding the start site: Redefining the human initiator element. Genes Dev. 2017, 31, 1-2. [CrossRef]
[PubMed]

13. Carninci, P; Sandelin, A.; Lenhard, B.; Katayama, S.; Shimokawa, K.; Ponjavic, J.; Semple, C.A ; Taylor, M.S.; Engstrom, P.G.; Frith,
M.C,; et al. Genome-wide analysis of mammalian promoter architecture and evolution. Nat. Genet. 2006, 38, 626-635. [CrossRef]
[PubMed]

14. Vo Ngoc, L.; Cassidy, C.J.; Huang, C.Y.; Duttke, S.H.; Kadonaga, ].T. The human initiator is a distinct and abundant element that
is precisely positioned in focused core promoters. Genes Dev. 2017, 31, 6-11. [CrossRef] [PubMed]

15. Li, H,; Hou, J.; Bai, L.; Hu, C.; Tong, P; Kang, Y.; Zhao, X.; Shao, Z. Genome-wide analysis of core promoter structures in
Schizosaccharomyces pombe with DeepCAGE. RNA Biol. 2015, 12, 525-537. [CrossRef] [PubMed]

16. Maundrell, K. nmtl of fission yeast. A highly transcribed gene completely repressed by thiamine. ]. Biol. Chem. 1990, 265,
10857-10864. [CrossRef]

17.  Basi, G.; Schmid, E.; Maundrell, K. TATA box mutations in the Schizosaccharomyces pombe nmt1 promoter affect transcription
efficiency but not the transcription start point or thiamine repressibility. Gene 1993, 123, 131-136. [CrossRef]

18.  Maundrell, K. Thiamine-repressible expression vectors pREP and pRIP for fission yeast. Gene 1993, 123, 127-130. [CrossRef]


http://doi.org/10.1016/0092-8674(87)90277-7
http://doi.org/10.1016/0968-0004(91)90164-Q
http://doi.org/10.1016/j.ceb.2008.03.003
http://www.ncbi.nlm.nih.gov/pubmed/18436437
http://doi.org/10.1101/gad.303149.117
http://doi.org/10.3390/polym12081633
http://doi.org/10.1016/0092-8674(89)90176-1
http://doi.org/10.1128/mcb.14.1.116-127.1994
http://doi.org/10.1016/S0167-4781(96)00206-0
http://doi.org/10.1101/gad.8.7.821
http://doi.org/10.1101/gad.8.7.830
http://doi.org/10.1002/j.1460-2075.1994.tb06610.x
http://www.ncbi.nlm.nih.gov/pubmed/7518774
http://doi.org/10.1101/gad.295980.117
http://www.ncbi.nlm.nih.gov/pubmed/28130343
http://doi.org/10.1038/ng1789
http://www.ncbi.nlm.nih.gov/pubmed/16645617
http://doi.org/10.1101/gad.293837.116
http://www.ncbi.nlm.nih.gov/pubmed/28108474
http://doi.org/10.1080/15476286.2015.1022704
http://www.ncbi.nlm.nih.gov/pubmed/25747261
http://doi.org/10.1016/S0021-9258(19)38525-4
http://doi.org/10.1016/0378-1119(93)90552-E
http://doi.org/10.1016/0378-1119(93)90551-D

Genes 2022, 13, 256 15 of 15

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.
43.

Montes, M.; Moreira-Ramos, S.; Rojas, D.A.; Urbina, F.; Kdufer, N.F.; Maldonado, E. RNA polymerase II components and Rrn7
form a preinitiation complex on the HomolD box to promote ribosomal protein gene expression in Schizosaccharomyces pombe.
FEBS J. 2017, 284, 615-633. [CrossRef]

Contreras-Levicoy, J.; Urbina, F.; Maldonado, E. Schizosaccharomyces pombe positive cofactor 4 stimulates basal transcription
from TATA-containing and TATA-less promoters through Mediator and transcription factor IIA. FEBS J. 2008, 275, 2873-2883.
[CrossRef]

Slansky, J.E.; Farnham, P.J. Transcriptional regulation of the dihydrofolate reductase gene. BioEssays 1996, 18, 55-62. [CrossRef]
[PubMed]

Schier, A.C.; Taatjes, D.]. Structure and mechanism of the RNA polymerase II transcription machinery. Genes Dev. 2020, 34,
465-488. [CrossRef] [PubMed]

Parvin, ].D.; Sharp, P.A. DNA topology and a minimal set of basal factors for transcription by RNA polymerase II. Cell 1993, 73,
533-540. [CrossRef]

Parvin, J.D.; Shykind, B.M.; Meyers, R.E.; Kim, J.; Sharp, P.A. Multiple sets of basal factors initiate transcription by RNA
polymerase II. J. Biol. Chem. 1994, 269, 18414-18421. [CrossRef]

Yang, C.; Bolotin, E.; Jiang, T.; Sladek, EM.; Martinez, E. Prevalence of the initiator over the TATA box in human and yeast genes
and identification of DNA motifs enriched in human TATA-less core promoters. Gene 2007, 389, 52-65. [CrossRef]

Kaufmann, J.; Ahrens, K.; Koop, R.; Smale, S.T.; Miiller, R. CIF150, a human cofactor for transcription factor IID-dependent
initiator function. Mol. Cell Biol. 1998, 18, 233-239. [CrossRef]

Kaufmann, J.; Verrijzer, C.P.; Shao, J.; Smale, S.T. CIF, an essential cofactor for TFIID-dependent initiator function. Genes Dev. 1996,
10, 873-886. [CrossRef]

Chalkley, G.E.; Verrijzer, C.P. DNA binding site selection by RNA polymerase II TAFs: A TAF(II)250-TAF(II)150 complex
recognizes the initiator. EMBO J. 1999, 18, 4835-4845. [CrossRef]

Verrijzer, C.P.; Tjian, R. TAFs mediate transcriptional activation and promoter selectivity. Trends Biochem. Sci. 1996, 21, 338-342.
[CrossRef]

Martinez, E.; Zhou, Q.; L'Etoile, N.D.; Oelgeschléger, T.; Berk, A.].; Roeder, R.G. Core promoter-specific function of a mutant
transcription factor TFIID defective in TATA-box binding. Proc. Natl. Acad. Sci. USA 1995, 92, 11864-11868. [CrossRef]

Lewis, B.A.; Sims, R/]., 3rd; Lane, W.S.; Reinberg, D. Functional characterization of core promoter elements: DPE-specific
transcription requires the protein kinase CK2 and the PC4 coactivator. Mol. Cell 2005, 18, 471-481. [CrossRef]

Aso, T.; Conaway, ].W.; Conaway, R.C. Role of core promoter structure in assembly of the RNA polymerase II preinitiation
complex. A common pathway for formation of preinitiation intermediates at many TATA and TATA-less promoters. ]. Biol. Chem.
1994, 269, 26575-26583. [CrossRef]

Xu, M,; Sharma, P; Pan, S.; Malik, S.; Roeder, R.G.; Martinez, E. Core promoter-selective function of HMGA1 and Mediator in
Initiator-dependent transcription. Genes Dev. 2011, 25, 2513-2524. [CrossRef] [PubMed]

Hantsche, M.; Cramer, P. Conserved RNA polymerase II initiation complex structure. Curr. Opin. Struct. Biol. 2017, 47, 17-22.
[CrossRef] [PubMed]

II'icheva, I.A.; Khodikov, M.V.; Poptsova, M.S.; Nechipurenko, D.Y.; Nechipurenko, Y.D.; Grokhovsky, S.L. Structural features of
DNA that determine RNA polymerase II core promoter. BMC Genom. 2016, 17, 973. [CrossRef]

Haberle, V.; Stark, A. Eukaryotic core promoters and the functional basis of transcription initiation. Nat. Rev. Mol. Cell Biol. 2018,
19, 621-637. [CrossRef]

Liston, D.R; Johnson, P.J. Analysis of a ubiquitous promoter element in a primitive eukaryote: Early evolution of the initiator
element. Mol. Cell Biol. 1999, 19, 2380-2388. [CrossRef]

Liston, D.R; Lau, A.O,; Ortiz, D.; Smale, S.T.; Johnson, PJ. Initiator recognition in a primitive eukaryote: IBP39, an initiator-binding
protein from Trichomonas vaginalis. Mol. Cell Biol. 2001, 21, 7872-7882. [CrossRef]

Lau, A.O.; Smith, A.]J.; Brown, M.T.; Johnson, PJ. Trichomonas vaginalis initiator binding protein (IBP39) and RNA polymerase II
large subunit carboxy terminal domain interaction. Mol. Biochem. Parasitol. 2006, 150, 56-62. [CrossRef]

Parra-Marin, O.; Rosas-Herndndez, L.; Lépez-Pacheco, K.; Franco, B.; Ibafiez-Escribano, A.; Hernandez, R.; Lépez-Villasefior, L.
An in vitro characterisation of the Trichomonas vaginalis TATA box-binding proteins (TBPs). Parasitol. Res. 2019, 118, 3019-3031.
[CrossRef]

Mittler, G.; Kremmer, E.; Timmers, H.T.; Meisterernst, M. Novel critical role of a human Mediator complex for basal RNA
polymerase II transcription. EMBO Rep. 2001, 2, 808-813. [CrossRef] [PubMed]

Takagi, Y.; Kornberg, R.D. Mediator as a general transcription factor. J. Biol. Chem. 2006, 281, 80-89. [CrossRef] [PubMed]

Baek, H.J.; Kang, Y.K.; Roeder, R.G. Human Mediator enhances basal transcription by facilitating recruitment of transcription
factor IIB during preinitiation complex assembly. . Biol. Chem. 2006, 281, 15172-15181. [CrossRef] [PubMed]


http://doi.org/10.1111/febs.14006
http://doi.org/10.1111/j.1742-4658.2008.06429.x
http://doi.org/10.1002/bies.950180111
http://www.ncbi.nlm.nih.gov/pubmed/8593164
http://doi.org/10.1101/gad.335679.119
http://www.ncbi.nlm.nih.gov/pubmed/32238450
http://doi.org/10.1016/0092-8674(93)90140-L
http://doi.org/10.1016/S0021-9258(17)32324-4
http://doi.org/10.1016/j.gene.2006.09.029
http://doi.org/10.1128/MCB.18.1.233
http://doi.org/10.1101/gad.10.7.873
http://doi.org/10.1093/emboj/18.17.4835
http://doi.org/10.1016/0968-0004(96)10044-X
http://doi.org/10.1073/pnas.92.25.11864
http://doi.org/10.1016/j.molcel.2005.04.005
http://doi.org/10.1016/S0021-9258(18)47233-X
http://doi.org/10.1101/gad.177360.111
http://www.ncbi.nlm.nih.gov/pubmed/22156211
http://doi.org/10.1016/j.sbi.2017.03.013
http://www.ncbi.nlm.nih.gov/pubmed/28437704
http://doi.org/10.1186/s12864-016-3292-z
http://doi.org/10.1038/s41580-018-0028-8
http://doi.org/10.1128/MCB.19.3.2380
http://doi.org/10.1128/MCB.21.22.7872-7882.2001
http://doi.org/10.1016/j.molbiopara.2006.06.008
http://doi.org/10.1007/s00436-019-06438-z
http://doi.org/10.1093/embo-reports/kve186
http://www.ncbi.nlm.nih.gov/pubmed/11559591
http://doi.org/10.1074/jbc.M508253200
http://www.ncbi.nlm.nih.gov/pubmed/16263706
http://doi.org/10.1074/jbc.M601983200
http://www.ncbi.nlm.nih.gov/pubmed/16595664

	Introduction 
	Materials and Methods 
	Purification of GTFs, PC4, RNAPII and Mediator 
	Mediator and TAF Depletion 
	Electrophoretic Mobility Shift Assays 
	In Vitro Transcription Assays 
	Purification of TICF 

	Results 
	The Transcription Start Point of the Nmtl Promoter Has Homology to the Human Dihydrofolate Reductase Inr 
	A TATA Box Mutated Nmtl Promoter Is Transcriptionally Active in S. pombe Whole-Cell Extracts 
	Mutations around the TSS of nmt1 Promoter Can Impair Transcriptional Initiation 
	Nmtl Inr-Directed Transcription Initiation Is Mediator-Dependent but Is TAF-Independent 
	A Dimeric Complex between TFIIA-TFIIB or TBP-TFIIB Recognizes the Nmtl Inr 
	In Vitro Transcription Reconstitution from the Nmtl Inr Promoter 
	TATA-Lacking Promoters with a Promoter of the nmt1 Inr/hDHFR Family Can Direct Transcription in Fission Yeast WCE 

	Discussion 
	References

